Maize B73 and Mo17 leaves were treated with 50 aphids per plant, and samples were collected at 6 and 24 h after R. padi treatment (untreated samples served as controls, depicted as 0 h). Differentially expressed genes (DEGs) in terpene biosynthesis pathways after 6 and 24 h of R. padi feeding in B73 (A) and Mo17 (B) are shown.
Complete data can be found in Table S8 . Maize B73 and Mo17 leaves were treated with 50 aphids per plant, and samples were collected at 6 and 24 h after R. padi treatment (untreated samples served as controls, depicted as 0 h). DEGs in terpene biosynthesis pathways between B73 and Mo17 without R. padi feeding (A) and after 6 (B) and 24 h (C) of R. padi feeding. Complete data can be found in Table S8 . Maize B73 and Mo17 leaves were treated with 50 aphids per plant, and samples were collected at 6 and 24 h after R. padi treatment (untreated samples served as controls).
MetGenMAP was used for pathway enrichment analysis to identify metabolic functions of the differentially spliced genes (DSGs) in response to R. padi infestation. Detailed data can be found in Table S9 . Maize B73 and Mo17 leaves were treated with 50 aphids per plant, and samples were collected at 6 and 24 h after R. padi treatment (untreated samples served as controls, depicted as 0 h). MetGenMAP was used for pathway enrichment analysis to identify metabolic functions of the differentially spliced genes (DSGs) between B73 and Mo17 under control, 6 h, and 24 h-R. padi treatment. Complete data can be found in Table   S10 .
